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□ 1: CAD58967. Disease resistanc...[gi:26986180] 

LOCUS CAD58967 318 aa 

DEFINITION ^1 s easfe Sr e sis taiic e -prbfe^i n NBS - LRR ?type^0 
ACCESSION CAD58 967 

CAD58967.1 GI.:26986180 

embl locus MAC534312, accession AJ534312 . 1 
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VERS ION 
DBSOURCE 
KEYWORDS . 
SOURCE 

ORGANISM 



ORIGIN 



// 



Musa acuminata 
Musa acuminata 

Eukaryota; Viridiplantae ; Streptophyta; Embryophyta; Tracheophyta ; 
Spermatophyta; Magnoliophyta; Liliopsida; Zingiberales ; Musaceae ; 
Musa . 

1 (residues 1 to 318) 
Arango,R.. , Rodriguez, E. and May, G . D . 

Partial cloning of a disease resistance gene analog from Musa 
acuminata (Var. Grand Nain) 
Unpublished 

2 (residues 1 to 318) 
Arango , R - 
Direct Submission 

Submitted (08-DEC-2002) Grupo de Biotecnologia Vegetal UNALMED-CIB, 
Carrera 72 A No. 78B- 141, Medellin, Antioquia, COLOMBIA 
Location/Qualifiers 
1 . .318 

/orqanism="iMuB a "acuminata" $ 
I cul t i var = ^Srand Nain" ^ 
/db_xref = •' t axon : 4 64 1 " 
1 . .318 

/product="Disease resistance protein NBS-LRR type" 
137 . . >304 

/region_name="NB-ARC domain" 
/ note= "NB-ARC " 
/db xref ="CDD: 24492 " 
1..318 

/gene= "disease resistance NBS-LRR type gene" 
/coded_by="AJ5 34312 . 1:<1. .957" 
/ db_xref = "GOA: Q8GUB6 " 
/db_xref = "UniProt /TrEMBL : Q8GUB6 " 

1 vhdeiketlt acfqlrrtrn sltealsdlr ataqrvkdkv eeeeahqric npdvrrwqkk 

61 vdeilrecda gqeheepkrc aclcgcdmdl lhrhrvarkv vqnlqdvnkl ksdgdaftpp 

121 fnhepppepv eelpfetqti gmelalsqll srfdeaeksi igvhglggvg kttllktlnn 

181 elkentrdyh wimievans etlnwdmqk iianrlalpw neseterers tylrralrrk 

241 kfwllddvw kkfqladvgi ptpssdkgck lilasrsnqv cvemgdkepm empclgdnes 

301 lrlfpeqldg rgqcrhrp 
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PubMed 



Blast 2 Sequences results 

Entrez BLAST 



OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 

Matrix BLOSUM62 ^] gap open:J 1 1 | gap extension: 1 

x_dropoff: 50 expect: 10.0001 wordsize: 3 | Filter 0 I Al '9 n I 



Sequence 1 lcl|seq_l Length 918 (1 .. 918) 
Sequence 2 lcl|seq_2 Length 1232 (1 .. 1232) 

2 
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NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 389 bits (999) , Expect = e-106 

Identities = 303/949 (31%), Positives = 448/949 (46%), Gaps = 139/949 (14%) 
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Sbjct : 


286 


Query : 


332 
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Blast Result 


"Sbjct: 


526 


Query: 


485 


Sbjct : 


586 


Query: 


545 


Sbjct : 


644 


Query: 


604 


Sbjct: 


703 


Query: 


660 


Sbjct : 


762 


Query : 


716 


Sbjct: 


821 


Query : 


774 


Sbjct : 


879 


Query : 


834 


Sbjct : 


928 
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G+L HLRYL LS N RI+ LP+ + +L LQTL L C+ L LP+ S+L LR L + 



+ + + +G L L+ L + + K+KG + + EL +N L+G +SI L V+K + + 



+ +A L K L L L W DG+ D +VL+ L+PH NL+ L I +GG P W 



/LKNWSIRIRGCENCSCLPPFGELPCLESLELHTGSADVEYVEDNVH PGRF 715 

L N+ + IR+R C + LP G+L LL+G + V+ + F 



PL LI +L+ + + FP L ++ CP + + P + L TL+ + 



T L + + D + + NV +SL + L +L + NL L T 



t FEFCNALESLPAEGVKGLTSLTELSVSNCMMLKC LPEGLQH 87 9 

F C ++LE LPAEG + SL L ++NC L C LP L+H 



Score =43.9 bits (102), Expect = 0,036 

Identities = 24/75 (32%), Positives = 37/75 (49%), Gaps = 1/75 (1%) 



Query : 842 CNALESLPAEGVKGLTSLTELSVSNCMMLKCLPEGLQHXXXXXXXXXQCPIVFKRCERGI 901 

C LE LPA ++ L SL+ L + C + P G +CP + +RC+ 

Sbjct: 1148 CPNLEVLPAN-LQSLCSLSTLYIVRCPRIHAFPPGGVSMSLAHLVIHECPQLCQRCDPPG 1206 

Query: 902 GEDWHKIAHIPYLTL 916 

G+DW IA++P + L 
Sbjct: 1207 GDDWPLIANVPRICL 1221 

CPU time: 0.16 user sees. 0.00 sys . sees 0.16 total sees. 

Lambda K H 

0.320 0.137 0.410 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB : 7820 

Number of extensions: 5118 

Number of successful extensions: 24 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP ' s gapped : 7 

Number of HSP's successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 918 

Length of database: 765,028,816 

Length adjustment: 140 

Effective length of query: 778 



Blast Result 

Effective length of database: 765,028,676 

Effective search space: 595192309928 

Effective search space used: 595192309928 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 81 (35.8 bits) 
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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 JOct-1 9-2004] 

Matrix BLOSUM62 gap open:) 1 1 | gap extension: 1 



Page 1 of 3 



x_dropoff: 50 expect: 10.0001 wordsize: 3 Filter 0 | Align 



Sequence 1 lcl|seq_l Length 918 (1 .. 918) 
Sequence 2 lcl|seq_2 Length 1441 (1 .. 1441) 

2 



2>/ 




NOTE.The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 375 bits (964) , Expect = e-102 

Identities = 286/950 (30%), Positives = 437/950 (45%), Gaps = 155/950 (16%) 
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'Sbjct: 489 FQESRWRGRYVMHDLIHDLAQFISVGECHRIDDDKSKETPSTTRHLSVALTEQMKLVDFS 548 



Query: 4 57 SPSLLQKFXXXXXXXXXXXXXXQLPSSIGDLV 4 88 

SL + + +LP IGDL+ 

Sbjct: 549 GYNKiRTLMINNQRNQYPYMTKVNSCLLPHSLFKRLKRIHVLVLQKCGMKELPDIIGDLI 608 

Query: 48 9 HLRYLDLSGNFRIRNLPKRLCKLQNLQTLDLHYCDSLSCLPKQTSKLGSLRNLLLDGCSL 54 8 

LRYLD+S N 1+ LP+ LC L NLQ L L C L P+ SKL +LR L ++ + 
Sbjct: 609 QLRYLDISYNACIQRLPESLCDLYNLQALRLWGC-QLRSFPQGMSKLINLRQLRVED-EI 666 

Query: 54 9 TSTPPRIGLLTCLKSLSCFVIGKRKGYQLGELKNL -NLYGS I S ITKLDRVKKDSDAKEAN 607 

S +G L L+ LS F + * G +L EL L L ++ IT L+ V +A +A 

Sbjct: 667 ISKIYEVGKLISLQELSAFKVLNNHGNKLAELSGLTQLRSTLRITNLENVGSKEEASKAK 726 

Query: 608 LSAKANLHSLCLSW DLDGKHRYDSEVLEALKPHSNLKYLEINGFGGIRLPDWMN 661 

L K L +L L W L+ + EVL L+PH LK L I G+ G +P W+ + 

Sbjct: 727 LHRKQYLEALELEWAAGQVSSLEHELLVSEEVLLGLQPHHFLKSLTIRGYSGATVPSWLD 786 

Query: 662 QSVLKNWSIRIRGCENCSCLPPFGELPCLESLELHTGSADVEYVEDNVH PGR 714 

+L N+ ++++ C L G+LP L + L + + V+ H 

Sbjct: 787 VKMLPNLGTLKLENCTRLEGLSYIGQLPHLKVLHMKR- - - -MPWKQMSHELCGCTKSKL 842 

Query: 715 FPSLRKLVIWDFSNLKGLLKKEGEEQFPVLEEMTFYWCPMFVIPTLSSVKTLKVIATDAT 774 

FP L +LV+ D LK +FP L + +P L + + A 

Sbjct: 843 FPRLEELVLEDMPTLK EFPNLAQ LPCLKIIHMKNMFAVKHI 883 

Query: 775 VLRS I SNLRALTSLDI SNNVEATSLPEEMFKSLANLKYLNI S FFRNLKEL 824 

+ + + L + V L E +L L +L + +N+ L 

Sbjct: 884 GRELYGDIESNCFLSLEELVLQDMLTLEELPNLGQLPHLKVIHMKNMSAL 933 

Score = 38.9 bits (89), Expect = 1.2 

Identities = 38/162 (23%), Positives = 66/162 (40%), Gaps = 16/162 (9%) 



Query : 718 LRKLVIWDFSNLKGLLKKEGEEQFPVLEEMTFYWCPMFVI - - - PTLSSVKTLKVIATDAT 774 

L++L N GL EG + L+ + CP ++ V +L ++ D T 

Sbjct: 1258 LKELGTVRIENCDGLGSIEGLQVLKSLKRLAI IGCPRLLLNEGDEQGEVLSLLELSVDKT 1317 

Query: 775 VLRS I SNLRALTSLD I SNNVEATS LPE EMFKSLANLKYLNI S FFRNLKELP 825 

L -I-S ++ +L + + + P+ E+ SL L+ L +NL+ LP 

Sbjct: 1318 ALLKLSLIK- -NTLPFIHSLRI IWSPQKVMFDLEEQELVHSLTALRRLEFFRCKNLQSLP 1375 

Query: 826 TXXXXXXXXXXXXFEFCNALESLPAEGVKGLTSLTELSVSNC 867 

T C ++SLP +G+ T LT+L +C 

Sbjct: 1376 TELHTLPSLHALWSDCPQIQSLPEKGLP- -TLLTDLGFDHC 1415 

CPU time: 0.22 user sees, 0.00 sys . sees 0.22 total sees. 

Lambda K H 

0.320 0.137 0.410 

Gapped 

Lambda K H 

0.267 0.0410 0.140 

Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences : 1 

Number of Hits to DB : 9464 

Number of extensions: 6271 

Number of successful extensions: 20 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 10 

Number of HSP's successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 0 
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t 

Length of query: 918 

Length of database: 765,028,816 

Length adjustment: 140 

Effective length of query: 778 

Effective length of database: 765,028,676 

Effective search space: 595192309928 

Effective search space used: 595192309928 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2 : 129 (49.7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 81 (35.8 bits) 
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Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy Structure 



Pub Med 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 



Matrix BLOSUM62 ;Jg| g a p 0 pen:| 1 1 | gap extension: 1 
x_dropoff: 50 expect: 10.0001 wordsize: 3 | Filter 1*1 | Align 
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Sequence 1 lcl|seq_l Length 942 (1 .. 942) 
Sequence 2 lcl|seq_2 Length 1232 (1 .. 1232) 

2 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 



Score = 403 bits (1035) , Expect = e-110 

Identities = 309/998 (30%) , Positives = 486/998 (47%) , Gaps 



126/998 (12%) 
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DDILDDCKTEAARFK- -QAVLGRYHPRTITFCYKVGKRMKEMMEKLDAIAEERR-NFHLD 79 
DDILD+ + ARK + + R I + ++ ++ ++L+ + ER N 

DDILDEYEAAAIRLKVTRSTFKRLIDHVI - INVPLAHKVAD I RKRLNGVTLERELNLGAL 14 0 

ERIIERQAARRQ-TGFVLTEPKVYGREKEEDEIVKILINNVSYSEEVPVIjPILGMGGLGK 13 8 
E + +R T +LTE + GR + + + + ++++L+ + VPV+PI+G+GG GK 

EGSQPLDSTKRGVTTSLLTESCIVGRAQDKENLIRLLLEPSDGA- - VP WP I VGLGGAGK 198 

TTLAQMVFNDQRITEHFNLKIWVCVSDDFDEKRLIKAIVE- S IEGKSLGDMDLAPLQKKL 197 
TTL+Q++FND+R+ EHF L++WVCVSDDFD KR+ + I E + G+ + +L LQ L 
TTLSQLIFNDKRVEEHFPLRMWVCVSDDFDVKRITREITEYATNGRFMDLTNLNMLQVNL 258 

QELLNGKRYFLVLDDVWNEDQEKWDNLRAVLKIGASGASILITTRLEKIGSIMGTLQLYQ 2 57 
+E + G + LVLDDVWNED KW+ + L A L G G+ +++TT+ + K+ + GT+ + Y 
KEEIRGTTFLLVLDDVWNEDPVKWESLLAPLDAGGRGSWIVTTQSKKVADVTGTMEPYV 318 

LSNLSQEDCWLLFKQRAFCHQT- - ETSPKLMEIGKEI VKKCGGVPLAAKTLGGLLRFKRE 315 
L L+ + +D W L + + F + T+P+ + EIG+ + I KK G + P A +G LR K 
LEELTEDDSWSLIESHSFREASCSSTNPRMEEIGRKIAKKISGLPYGATAMGRYLRSKHG 3 78 

ESEWEHVRDSEIWNLPQDENSVLPALRLSYHHLPLDLRQCFAYCAVFPKDTKIEKEYLIA 375 
ES W V + +E W +P + VL ALR SY + LP L,+ CFA+CA+F K + K+ LI 
ESSWREVLETETWEMPPAASDVLSALRRS YDNLPPQLKLCFAFCALFTKGYRFRKDTLIH 4 3 8 

LWMAHSFLLSKGNMELEDVGNEVWNELYLRSFFQEIEVKSGKTYFKMHDLIHDLX 430 

+W+A + + S + ED+ E + + + L R FF + + M+D +HDL 

MWIAQNLIQSTESKRSEDMAEECFDDLVCRFFF RYSWGNYVMNDSVHDLARWVSL 4 93 

XXXXXXXXXXXXIRQI NVKDDE DMMFI VTNYKDMMS IGFSEW 473 

IR + NV +D D + +++ + + + +G SE 

DEYFRADEDSPLHISKPIRHLSWCSERITNVLEDNNTGGDAVNPLSSLRTLLFLGQSEFR 553 

SSY-SPSLFKRFVSLRVLNLSNSEFEQLPSSVGDLVHLRYLDLSGNKICSLPKRLCKLQN 53 2 
S + +F+ +RVL+ SN LPSSVG+L HLRYL LS +1 LP+ + +L 



Blast Result 

• Sbjct : 554 SYHLLDRMFRMLSRIRVLDFSNCVIRNLPSSVGNLKHLRYLGLSNTRIQRLPESVTRLCL 613 

Query : 533 LQTLDLYNCQSLSCLPKQTSKLCSLRNLVLDHCPLTSMPPRIGLLTCLKTLGYFWGERK 592 

LQTL L C+ L LP+ S+L LR L + + + ++G L L+ L + V + + K 
Sbjct: 614 LQTLLLEGCE - LCRLPRSMSRLVKLRQLKANPDVIADI - AKVGRLIELQELKAYNVDKKK 671 

Query : 593 GYQLGELRNLN- LRGAI S ITHLERVKNDMEAKEANLSAKANLHSLSMSW - DRPNRYESE - 649 

G+ + EL +N L G +SI +L+ V+ E+ + +A LKLL + WD E + 

Sbjct: 672 GHGIAELSAMNQLHGDLSIRNLQNVEKTRESRKARLDEKQKLKLLDLRWADGRGAGECDR 731 

Query: 650 EVKVLEALKPHPNLKYLEIIDFCGFCLPDWMNHSVLKNWSILISGCENCSCLPPFGELP 709 

+ KVL+ L+PHPNL+ LI + G P WM L N+ +1 + C + LP G+L 
Sbjct : 732 DRKVLKGLRPHPNLRELSIKYYGGTSSPSWMTDQYLPNMETIRLRSCARLTELPCLGQLH 791 

Query: 710 CLESLELQDGSVEVEYV EDSGF LTRRRFPSLRKLHIGGFCNLKGLQR 756 

L L + DG +V + E SGF L RR PSL + + 
Sbjct: 792 ILRHLHI -DGMSQVRQINLQFYGTGEVSGFPLLELLNIRRMPSLEEWS EP 840 

Query: 757 MKGAEQFPVLEEMKISDCPMF VFPTLSSVKKLE IWGEADAGGXXXXX 803 

+ FP L ++ I DCP + PTL ++ G D 

Sbjct : 841 RRNCCYFPRLHKLLIEDCPRLRNLPSLPPTLEELRISRTGLVDLPGFHGNGDVTTNVSLS 900 

Query: 8 04 XXXXXXXXKIFS NHTVTSLLEEMFK NLENLI 83 4 

++ S H + +L F +LE+LI 

Sbjct : 901 SLHVSECRELRSLSEGLLQHNLVALKTAAFTDCDSLEFLPAEGFRTAISLESLIMTNCPL 960 

Query: 835 YLSVSFLENLK ELPTSLASLNNLKCLDIRYCYAXXXXXXXXXXXX 879 

+L S LE+LK L T +L +L LDI+ C 

Sbjct : 961 PCSFLLPSSLEHLKLQPCLYPNNNEDSLSTCFENLTSLSFLDIKDCPNLSSFPPGPLCQL 1020 

Query: 880 XXXXXXFVEHCNMLKCLPEGLQHLTTLTSLKIRGCPQL 917 

+ +C L+ + G Q LT+L SL 1+ CP+L 
Sbjct: 1021 SALQHLSLVNCQRLQSI--GFQALTSLESLTIQNCPRL 1056 

CPU time: 0.09 user sees. 0.00 sys . sees 0.09 total sees. 

Lambda K H 

0.321 0.138 0.416 

Gapped 

Lambda K H 

0.267 0.0410 0.140 
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Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences : 1 

Number of Hits to DB : 7971 

Number of extensions: 5184 

Number of successful extensions: 25 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 2 

Number of HSP's successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 

Length of query: 942 

Length of database: 765,028,816 

Length adjustment: 140 

Effective length of query: 802 

Effective length of database: 765,028,676 

Effective search space: 613552998152 

Effective search space used: 613552998152 

Neighboring words threshold : 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 41 (21.9 bits) 



Blast Result 

S2 * 82 - (36.2 bits) 
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Blast Result 
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Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy Structure 



PubMed 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 

Matrix BLOSUM62 g§§| gap open:| 1 1 j gap extension: 1 
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x_dxopoff: 50 expect: 10.0001 wordsize: 3 | Filter B 1 Align | /\f£f Q&iM&ft 



Sequence 1 lcl|seq_l Length 918 (1 .. 918) 
Sequence 2 lcl|seq_2 Length 1232 (1 .. 1232) 

2 
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NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 389 bits (999) , Expect = e-106 

Identities = 303/949 (31%), Positives = 448/949 (46%), Gaps = 139/949 (14%) 
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Sbjct : 
Query : 
Sbjct : 
Query : 
Sbjct : 
Query : 

Sbjct : 

Query: 
Sbjct : 
Query : 
Sbjct : 
Query : 
Sbjct : 
Query: 
Sbjct : 
Query : 



42 AVLEDAQEKQLNDKPL.ENWLQKLNAATYEVDDILDEYKTKATRF- -LQSEYGRYHPKVI- 98 

++LE+A+ + + + DK L WL +L Y+ DDILDEY+ A R + S + R VI 

5 2 SLLEEAKARRMTDKSLVLWLMELKEWAYDADDILDEYEAAAIRLKVTRSTFKRLIDHVII 111 

99 - - PFRHKVGKRMDQVMKKLNAIAEERK-NFHLQEKI IERQAATRE-TGSVLTEPQVYGRD 154 

P HKV + K+LN + ER+ N E + R T S+LTE + GR 

112 NVPLAHKVA DIRKRLNGVTLERELNLGALEGSQPLDSTKRGVTTSLLTESCIVGRA 167 

15 5 KEKDEIVKILINNVSDAQKLSVLPILGMGGLGKTTLSQMVFNDQRVTERFYPKIWICVSD 214 

++K+ ++++L+ A + V+PI+G+GG GKTTLSQ++FND+RV E F ++W+CVSD 

168 QDKENL I RLLLE PSDG A - - V PW P I VG LGG AG KTTL S Q L I FND KR VE E H F PL RM WVC VS D 225 

215 DFDEKRLIKAIVE - SIEGKSLSDMDLAPLQKKLQELLNGKRYFLVLDDVWNEDQHKWANL 273 

DFD KR+ + I E + G+ + +L* LQ L+E + G + LVLDDVWNED KW +L 

226 DFDVKRITREITEYATNGRFMDLTNLNMLQVNLICEEIRGTTFLLVIiDDVWNEDPVKWESL 285 

274 RAVLKVGASGAFVLTTTRLEKVGSIMGTLQPYELSNLSPEDCWFLFMQRAFGHQ- - EE IN 331 

A L G G+ V+ TT+ +KV + GT+ + PY L L+ +D W L +F N 

2 8 6 LAPLDAGGRGSWI VTTQSKKVADVTGTMEPYVLEELTEDDSWSLIESHSFREASCSSTN 3 4 5 

332 PNLVAIGKEIVKKCGGVPLAAKTLGGILRFKREEREWEHV-DSPIWNLPQDESSILPALR 3 90 

P + IG+ + I KK G+P A +G LR K E W V ++ W +P S +L ALR 

346 PRMEEIGRKIAKKISGLPYGATAMGRYLRSKHGESSWREVLETETWEMPPAASDVLSALR 4 05 



3 91 LSYHHLPLDLDQCFVYCAVFPKDTKMAKENLIAFWMAHGFLLSKGNLELEDV- 



442 



SY +LP 



CF +CA+F K 



K+ LI W+A 



+ S 



ED+ 



4 06 RSYDNLPPQLKLCFAFCALFTKGYRFRKDTLIHMWIAQNLIQSTESKRSEDMAEECFDDL 4 65 



443 



NEVWNEL YLRVSSYSPSLLQK 4 63 

N V N+ Y R SP + K 

4 66 VCRFFFRYSWGNYVMNDSVHDLARWVSLDEYFRADEDSPLHISKPIRHLSWCSERITNVL 525 



464 FXXXXXXXXXXXXXXQLPSSI 484 

LPSS + 



Blast Result 


Sbjct : 


52 6 


Query : 


485 


Sbjct : 


586 


Query: 


545 


Sbjct: 


644 


Query: 


604 


Sbjct : 


703 


Query: 


660 


Sbjct : 


762 


Query: 


716 


Sbjct: 


821 


Query: 


774 


Sbjct : 


879 


Query: 


834 


Sbjct : 


928 
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G+L HLRYL LS N RI + LP+ + +L LQTL L C+ L LP+ S+L LR L + 



+ + ++G L L+ L + + K+KG+ + EL +N L+G +SI L V+K + + 



KEANLS AKANLHSLCLSWDLDGKHR YDSEVLEALKPHSNLKYLE INGFGGIRLPDW 659 

+ +A L K L L L W DG+ D +VL+ L+PH NL+ L I +GG P W 



71-KNVVSIRIRGCENCSCLPPFGELPCLESLELHTGSADVEYVEDNVH PGRF 715 

L N+ + IR+R C + LP G+L LL+G + V+ + F 



PL LI +L+ + + FP L + + CP + + P+L TL+ + 



T L + + D++ NV +SL + L +L + NL L T 
TGLVDLPGFHG- -NGDVTTNVSLSSLHVSECRELRSLSEGLLQ- -HNLVALKT 92 7 



C ++LE LPAEG + SL L ++NC L C LP L+H 



Score a 43.9 bits (102), Expect = 0.036 

Identities = 24/75 (32%), Positives = 37/75 (49%), Gaps = 1/75 (1%) 



Query: 842 CNALESLPAEGVKGLTSLTELSVSNCMMLKCLPEGLQHXXXXXXXXXQCPIVFKRCERGI 901 

C LE LPA ++ L SL+ L + C + P G +CP + +RC+ 

Sbjct: 1148 CPNLEVLPAN-LQSLCSLSTLYIVRCPRIHAFPPGGVSMSLAHLVIHECPQLCQRCDPPG 1206 

Query: 902 GEDWHKIAHIPYLTL 916 

G+DW IA++P + L 
Sbjct: 1207 GDDWPLIANVPRICL 1221 

CPU time: 0.15 user sees. 0.01 sys . sees 0.16 total sees. 

Lambda K H 

0.320 0.137 0.410 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB : 7820 

Number of extensions: 5118 

Number of successful extensions : 24 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 7 

Number of HSP's successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 918 

Length of database: 765,028,816 

Length adjustment: 140 

Effective length of query: 778 

— i- : .. i :i_ , n.K„i/Ln /^.uu^o — ,"OA /OAnc 
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Effective length of database: 765,028,676 

Effective search space: 595192309928 

Effective search space used: 595192309928 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 (7.4 bits) 

X2 : 129 (49.7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 81 (35.8 bits) 
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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.10 [Oct-19-2004] 

Match:! 1 j Mismatch J -2 [gap open: 5 _|gap extension : 2 0t&/ /(W CIajlv^ 



x_dropoff: 50 expect: 10.0001 wordsize: 11 Filter El I Align 



Sequence 1 lcl|seq_l Length 6658 V 2 " ' 

Sequence 2 lcl|seq_2 Length 4380 
No significant similarity was found 



i 



Blast Result 




Blast 2 Sequences results 

Pub'Med Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION DLASTN 2.2.10 [Oct-19-2004] 

Match:| 1 ! Mismatch:] -2 j gap open: 5 J gap extension: 2 



Sequence 1 lcl|seq_l Length 6658 
Sequence 2 lcl|seq_2 Length 3660 
No significant similarity was found 
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x_dropoff: 50 expect: 10.000) wordsize: 11 lEiiter 0 I Align [ f^Jt C&Lu^aj>S 



Blast Result 




PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM 



Taxonomy Structure 
BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19- 

Matrix BLOSUM62 fg| gap open:] 1 1 | gap extension: 1 



-2004] 



—i &~r ~r 1 i o—f • 

x_dropoff: 50 expect: 10.000i wordsize: 3 | Filter 0 I Align | Tjjttrji^t 
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5m DM* 



Sequence 1 lcl|seq_l Length 1266 (1 .. 1266) 
Sequence 2 lcl|seq_2 Length 1441 (1 .. 1441) 

2| 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 478 bits (1231) , Expect = e-133 

Identities = 319/896 (35%), Positives = 479/896 (52%), Gaps = 47/896 (5%) 



Query : 1 MEIGLAVGGAFLSSALNVLFDRLAPNGDLLNMFRXXXXXXXXXXXXXMTLRGIQIVLSDA 6 0 

M L +GG FS+LD+AN + +R LRI+LA 
Sbjct : 1 MSTALVTGGWFAQSFIQTLLDK- ASNCAIQQLARRRGLHDDLRRLRTSLLR- IHAILDKA 58 

Query : 61 ENK-QASNPSVRDWLNELRDAVDSAENLIEEVNYEALRLKVEGQHQNFSETSNQQVS 116 

E + N S+ + + +L+DA AE+L+EE+ Y+A + KVE + S+ + + S 

Sbjct : 59 ETRWNHKNTSLVELVRQLKDAAYDAEDLLEELEYQAAKQKVEHRGDQISDLFSFSLSTAS 118 

Query: 117 DDFFLNIKDKLEDTIETLKDLQEQIGLLGLKE YFDSTKLETRRPSTSVDD 166 

DD + + + D+ + + LL + FD + RR + + S 

Sbjct: 119 EWLGADGDDAGTRLREIQGKLCNIAADMMDVMQLLAPDDGGRQFDWKVV--RRETSSFLT 176 

Query: 167 ESDIFGRQSEIEDLIDRLLSEGASGKKLTWPIVGMGGQGKTTLAKAVYNDERVKNHFDL 226 

E + +FGR E E +++ LL G+ +V+P+VG+GG GKTTLA+ VYND RV N+F L 

Sbjct: 177 ETWFGRDQEREKWELLLDSGSGNSSFSVLPLVGIGGVGKTTLAQLVYNDNRVGNYFHL 236 

Query: 227 KAWYCVSEGFDALRITKELLQEIGKFDSKDVHNNLNQLQVKLKESLKGKKFLIVLDDVWN 286 

K W CVS+ F+ R+TKE+++ K + D NL+ LQ LKE + ++FL+VLDDVW+ 
Sbjct: 237 KVWVCVSDNF^A^KRLTKEIIESATKVEQSD-KLNLDTLQQILKEKIASERFLLVLDDVWS 295 

Query: 287 ENYNEWNDLRN I FAQGDIGS KI I VTTRKDS VALMMGN - EQIRMGNLSTEAS WSLFQRHAF 345 

EN ++W L GSK+IVTTR +A ++G + + I + L +A W LF++ AF 

Sbjct: 296 ENRDDWERLCAPLRFAARGSKVIVTTRDTKIASI IGTMKEISLDGLQDDAYWELFKKCAF 355 

Query: 346 ENMDPMGHPELEEVGRQIAAKCKGLPLALKTLAGMLRSKSEVEEWKRILRSEIWELP- -H 403 

+ + + P H ELE +GR+IA K KG PLA KTL +LR E W+ 1+ SE+W+LP 

Sbjct: 356 GSVNPQEHLELEVIGRKIAGKLKGSPLAAKTLGSLLRLDVSQEHWRTIMESEVWQLPQAE 415 

Query: 404 NDILPALMLSYNDLPAHLKRCFSFCAIFPKDYPFRKEQVIHLWIANGLVPVK-DEINQDL 462 

N+ILP L LSY LP HL ++CF+FCA+F KDY F K + + I WIA G + + + + +D+ 
Sbjct: 416 NEILPVLWLSYQHLPGHLRQCFAFCAVFHKDYLFYKHELIQTWIAEGFIAHQGNKRMEDV 475 

Query: 463 GNQYFLELRSRSLFEKVPNPSKRNIEELFLMHDLVNDLAQLASSKLCIRLEESQGSHMLE 522 
G+ YF EL +RS F+ + ++MHDL++DLAQ S C R+ + + + 



a/m nans 
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Sbjct : 476 GSSYFHELVNRSFFQ ESRWRGRYVMHDLIHDLAQFISVGECHRIDDDKSKETPS 529 



Query: 523 QCRHLS YS IGFNGEFKKLTPLYKLEQLRTLLPIRI EFRLHNLSK RVLHNILPTLRS 578 

RHLS ++ E KL +LRTL+ + ++K + H++ L+ 

Sbjct: 530 TTRHLSVAL TEQMKLVDFSGYNKLRTLMINNQRNQYPYMTKVNSCLLPHSLFKRLKR 586 

Query: 579 LRALSFSQYKIKELPNDLFTKLKLLRFLDIS -RTWITKLPDSICGLYNLrETLLLSSCADL 637 

+ L + +KELP D+ L LR+LDIS I +LP+S+C LYNL+ L L C L 

Sbjct: 587 IHVLVLQKCGMKELP-DIIGDLIQLRYLDISYNACIQRLPESLCDLYNLQALRLWGC-QL 644 

Query: 638 EELPLQMEKLINLRHLDVSNTRRLKMPLHLSRLKSLQVLVGPKFFVB-GWRMEDLGEAQN 696 

P M KLINLR L V + K+ + +L SLQ L K + G ++ +L 

Sbjct: 645 RSFPQGMSKLiINLRQLRVEDEIISKI - YEVGKLISLQELSAFKVTjNNHGNKLAELSGLTQ 703 

Query: 697 LHGSLSWKLENWDRREAVKAKMREKNHVEQLSLEWSE SSIADNSQTESDILDELC 753 

L + L + LENV + EA KAK+ K + + E L LEW+ SS+ ++L L 

Sbjct: 704 LRSTLRITNLENVGSKEEASKAKLHRKQYLEALELEWAAGQVSSLEHELLVSEEVLLGLQ 763 

Query: 754 PHKKIKKVEISGYRGTNFPNWVADPLFLKLVNLSLRNCKDCYSLPALGQLPCLKFLSVKG 813 

PH +K + I GY G P+W+ + L L L NC L +GQLP LK L + K 

Sbjct: 764 PHHFLKSLTIRGYSGATVPSWLDVKMLPNLGTLKLENCTRLEGLSYIGQLPHLKVLHMKR 823 

Query: 814 MHGIRWTEEFYGRLSSKKPFNSLEKLEFEDMTEWKQWHALGIGEFPTLENLSIKN 869 

M + + + + E G SK F LE+L EDM K+ + + + P L+ + +KN 

Sbjct: 824 MPWKQMSHELCGCTKSKL - FPRLEELVLEDMPTLKEFP - -NLAQLPCLKI IHMKN 876 

Score = 79.3 bits (194), Expect = le-12 

Identities = 124/517 (23%), Positives = 191/517 (35%), Gaps = 142/517 (27%) 



Query: 780 FLKLVNLSLRNCKDCYSLPALGQLPCLKFLSVKGMHGIRWTEEFYGRLSSKKPFNSLEK 83 9 

F +L L ++ L +L +LPCLK +KG+ ++ + + + + F LE 

Sbjct : 997 FPRLEELEIKGMLTFEELHSLEKLPCLKVFRIKGLPAVKKIGHGLFDSTCQRECFPRLED 1056 

Query : 84 0 LEFEDMTE WKQWHALG I GE - FPTLENLS IKNCPELSLEIPIQFS 882 

L DM W + +W E F L L 1 + CP+L +PI S 

Sbjct: 1057 LVLSDMPAWEEWSWAEREELFSCLCRLKIEQCPKLKCLLPIPHSLIKLELWQVGLTGLPG 1116 

Query: 883 SLKRLEVSDCPWFDDAQLFRSQLEAMKQIEEIDICDCNSVTSFPF 928 

SL L + CP + + + S + I I I +C + P 

Sbjct: 1117 LCKGIGGGSSTRTASLSLiLHI IKCPNLRNLGEGLLS - -NHLPHINAIRIWECAELLWLPV 1174 

Query: 92 9 SILP - -TTLKRIQISRCPKLKLEAPVGE MFVEYLRVNDCGCVDDISP EFLP 977 

TTL + + I CPKL E ++ L + DCG + P L 

Sbjct: 1175 KRFREFTTLENLS IRNCPKLMSMTQCEENDLLLPPLI KALELGDCGNLGKSLPGCLHNLS 1234 

Query: 978 TARQLS I ENCQ NVTRFLIPTATE - -TLRISNCENVEKLSVACGGAAQMTSLNIWGXX 1032 

+ QL+I NC ++ R + + E T+RI NC+ + 
Sbjct: 1235 SLTQLAISNCPYMVSLPREVMLHLKELGTVRIENCDGL 1272 

Query: 1033 XXXXXXXXXXXXXXXXXXDCPE I EG - ELPFNLE I LRI I YCKKLV - - NGRKEWHLQRLTEL 1089 

I EG + + +L+ L II C +L+ G + + + L EL 
Sbjct: 1273 GS IEGLQVLKSLKRLAI IGCPRLLLNEGDEQGEVLSLLEL 1312 

Query: 1090 WIDHDGSDEDIEHWELPCS IQRLTI KNLKTLSSQH - LKSLTSLQYLCIEGYLXXXXXXXX 1148 

+D + + IKN TL H L+ + S Q + + 
Sbjct: 1313 SVDK TALLKLSLIKN- -TLPFIHSLRI IWSPQKVMFD LEE 1350 

Query: 114 9 XXXXXHLTSLQTLQIWNFLNXXXXXXXXXXXXXXXXXIDDCPNLQSL- FESALPSSLSQL 12 07 

LT+L + L+ + C NLQSL E SL L 

Sbjct: 1351 QELVHSLTALRRLEFFR CKNLQSLPTELHTLPSLHAL 1387 

Query: 1208 FIQDCPNLQSLPFKGMPSSLSKLS I FNC - PLLTPLLE 1243 

+ DCP +QSLP KG+P+ L+ L +C P+LT LE 
Sbjct: 1388 WSDCPQIQSLPEKGLPTLLTDLGFDHCHPVLTAQLE 1424 

CPU time: 0.21 user sees. 0.00 sys . sees 0.21 total sees. 

* " i-i *i n. t . /t. i/^ / 1. 1 _ : oa a tr\-\ nnnc 
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Lambda 
0.320 



K 



H 



0 .137 



0.408 



Gapped 
Lambda 
0.267 



K 

0 . 0410 



H 



0. 140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences : 1 

Number of Hits to DB : 13,460 

Number of extensions: 8847 

Number of successful extensions: 46 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 5 

Number of HSP's successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 1266 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1124 

Effective length of database: 765,046,036 

Effective search space: 859911744464 

Effective search space used: 859911744464 

Neighboring words threshold: 9 

Window for multiple hits : 0 



XI : 


16 


( 7.4 


bits) 


X2 : 


129 


(49 . 


7 bits) 


X3 : 


129 


(49. 


7 bits) 


SI: 


41 


(21.8 


bits) 


S2 : 


83 


(36 . 6 


bits) 




Aim n(\nz 
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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 

Matrix BLOSUM62 gUj gap open:| 1 1 j gap extension: 1 



x_dropoff: 50 expect: 10.0001 wordsize: 3 Filter 0 [ Align 



Sequence 1 lcl|seq_l Length 1266 (1 .. 1266) 
Sequence 2 lcl|seq_2 Length 1232 (1 .. 1232) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 469 bits (1206) , Expect = e-130 

Identities = 389/1271 (30%) , Positives = 597/1271 (46%) , Gaps = 157/1271 (12%) 



Query : 


49 


Sbjct : 


46 


Query : 


109 


Sbj Ct : 


99 


Query : 


163 


Sbjct : 


156 


Query : 


223 


Sbjct : 


214 


Query : 


283 


Sbjct : 


273 


Query : 


342 


Sbjct: 


333 


Query: 


401 


Sbjct : 


393 


Query: 


458 


Sbjct : 


453 


Query : 


518 



TLRGIQIVLSDAENKQASNPSVRDWLNELRDAVDSAENLIEEVNYEALRLKVEGQHQNFS 108 
TL +L +A+ ++ ++ S+ WL EL++ A+++++E A+RLKV + 
TLLRTHS LLEE AKARRMTD KS LVLWLMELKEWAYDADD I LDE YEAAAI RLKV T 98 

ETSNQQVSDDFFLNIK- -DKLEDTIETLKDL QEQIGLLGLKEYFDSTKLETRRPST 162 

+ + + + + D +N+ K+D+L+ + +G L + DSTK R +T 
RSTFKRLIDHVI INVPLAHKVADIRKRLiNGVTLERELNLGALEGSQPLDSTK RGVTT 155 

SVDDESDIFGRQSEIEDLIDRLLSEGASGKKLTWPIVGMGGQGKTTL.AKAVYNDERVKN 22 2 
S+ ES I GR + E+LI RLL E + G + WPIVG+GG GKTTL++ ++ND+RV+ 
SLLTESCIVGRAQDKENLI -RLLLEPSDGA-VPWPIVGLGGAGKTTLSQLIFNDKRVEE 213 

HFDLKAWYCVSEGFDALRITKELLQEIGKFDSKDVHNNLNQLQVKLKESLKGKKFLIVLD 282 
HF L+ W CVS + FD RIT+E+ + D+ NLN LQV LKE ++G FL+VLD 

HFPLRMWVCVSDDFDVKRITREITEYATNGRFMDL-TNLNMLQVNLKEEIRGTTFLLVLD 272 

DVWNENYNEWNDLRNIFAQGDIGSKI IVTTRKDSVALMMGN-EQIRMGNLSTEASWSLFQ 341 
DVWNE+ +W L G GS +IVTT+ VA + G E + L+ + SWSL + 

DVWNEDPVKWESLLAPLDAGGRGSWIVTTQSKKVADVTGTMEPYVLEELTEDDSWSLIE 33 2 

RHAFENMDPMG -HPELEEVGRQIAAKCKGLPLALKTLAGMLRSKSEVEEWKRILRSEIWE 40 0 

H+F +P +EE+GR+IA K GLP + LRSK W+ +L +E WE 

SHSFREASCSSTNPRMEEIGRKIAKKISGLPYGATAMGRYLRSKHGESSWREVLETETWE 3 92 

LPH- -NDILPALMLSYNDLPAHLKRCFSFCAIFPKDYPFRKEQVIHLWIANGLVP- VKDE 457 
+P +D+L All SY++LP LK CF+FCA+F K Y FRK+ +IH+WIA L+ + + 
MPPAASDVLSALRRSYDNLPPQLKLCFAFCALFTKGYRFRKDTLIHMWIAQNLIQSTESK 4 52 

INQDLGNQYFLELRSRSLFEKVPNPSKRNIEELFLMHDLVNDLAQLASSKLCIRLEESQG 517 

++D+ + F +L R F R ++M+D V+DLA+ S R +E 

RSEDMAEECFDDLVCRFFF RYSWGNYVMNDS VHDLARWVSLDE YFRADEDS P 504 



SHMLEQCRHLSYSIGFNGEFKKLTPLYK- 
H+ + RHLS+ + ++T + + 



-LEQLRTLLPI -RIEFRLHNLS 565 
L LRTLL + + EFR ++L 



V»H*^-/AirtiriT7 r»r>V»i t-> 1r-»-» Vi rrr\ir/K1 o cf /KIO Of^n Ai/K1 o of) rmOO 
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Sbjc^V 505 LHISKPIRHLSWCS ERITNVLEDNNTGGDAVNPLSSLRTLLFLGQSEFRSYHLL 558 

Query: 566 KRVLHNILPTLRSLRALSFSQYKIKELPNDLFTKLKLLRFLDISRTWITKLPDSICGLYN 625 

R+ L +R L FS 1+ LP+ + LK LR+L +S T I +LP+S+ L 

Sbjct: 559 DRMFR MLSRIRVLDFSNCVIRNLPSSV-GNLKHLRYLGLSNTRIQRLPESVTRLCL 613 

Query : 626 LETLLLSSCADLEELPLQMEKLINLRHLDVSNTRRLKMPLHLSRLKSLQVLVGPKFFVD- 684 

L+TLLL C +L LP M + L+ LR L +N + + RL LQ L + VD 

Sbjct : 614 LQTLLLEGC- ELCRLPRSMSRLVKLRQLK- ANPDVIADIAKVGRLIELQELKA- - YNVDK 669 

Query: 685 - -GWRMEDLGEAQNLHGSLSWKLENVVDRREAVKAKMREKNHVEQLSLEWSESSIADNS 742 

G + +L LHG LS + L+NV RE+ KA++ EK + + L L W+ + A 

Sbjct: 670 KKGHGIAELSAMNQLHGDLSIRNLQNVEKTRESRKARLDEKQKXKLLDLRWADGRGAGEC 729 

Query: 743 QTESDILDELCPHKNIKKVEISGYRGTNFPNWVADPLFIiKLVNLSLRNCKDCYSLPALGQ 80 2 

+ +L L PH N+ + + + I Y GT+ P+W+ D + + LR+C LP LGQ 

Sbjct: 730 DRDRKVLKGLRPHPNLRELSIKYYGGTSSPSWMTDQYLPNMETIRLRSCARLTELPCLGQ 789 

Query : 803 LPCLKFLSVKGMHGIRWTEEFYGRLSSKKPFNSLEKLEFEDMTEWKQWH- -ALGIGEFP 86 0 

L L+ L + GM +R + +FYG F LE L M ++W FP 

Sbjct: 790 LHILRHLHIDGMSQVRQINLQFYG-TGEVSGFPLLELLNIRRMPSLEEWSEPRRNCCYFP 848 

Query: 861 TLENLSIKNCPELSLEIPIQFSSLKRLEVSDCPWFDDAQLFRSQLEAMKQIEEIDICDC 92 0 

L L I + +CP L +P + L+ L +S +V + + + + +C 

Sbjct : 849 RLHKLLIEDCPRLR-NLPSLPPTLEELRISRTGLVDLPGFHGNGDVTTNVSLSSLHVSEC 907 

Query: 921 NSVTSFPFSILPTTLKRIQISRCPKLKLEAPVGEMFVEYLRVNDCGCVDDISPEFLPTA- 97 9 

+ S +L L ++ + DC ++ + E TA 

Sbjct: 908 RELRSLSEGLLQHNLVALKTA AFTDCDSLEFLPAEGFRTAI 94 8 

Query: 980 - -RQLSIENCQNVTRFLIPTATETLRISNC ENVEKLSVACGGAAQMTSLNIWGXXX 1033 

L + NC FL+P++ E L++ C N + LS ++ L+I 
Sbjct : 94 9 SLESLIMTNCPLPCSFLLPSSLEHLKLQPCLYPNNNEDSLSTCFENLTSLSFLDI 10 03 

Query: 1034 XXXXXXXXXXXXXXXXXDCPEIEGELPFNLEILRI I YCKKLVNGRKEWHLQRLTELWIDH 1093 

DCP + P L L + LVN QRL + 
Sbjct : 1004 KDCPNLSSFPPGPLCQLSALQHLSLVN CQRLQSI 1037 

Query: 1094 DGSDEDIEHWELPCSIQRLTIKNLKTLSSQHL KSLTSLQYLCI EG 1138 

++ S++ LTI+N L+ H S T L + +G 

Sbjct: 1038 GFQALTSLESLTIQNCPRLTMSHSLVEVNNSSDTGLAFNITRWMRRRTGDDG 1089 

Query: 1139 YL XXXXXXXXXXXXXHLTS LQTLQ I WN FLNXXXXXXXXXXXXXXXXXIDDCP 1190 

+ HLT LQ L+I I DCP 

Sbjct: 1090 LMLRHRAQNDSFFGGLLQHLTFLQFLKICQCPQLVTFTGEEEEKWRNLTSLQILHIVDCP 1149 

Query: 1191 NLQSLFESALPS - - SLSQLFIQDCPNLQSLPFKGMPSSLSKLSIFNCPLLTPLLEFDKGE 1248 

NL+ L + L S SLS L+I CP + + P G+ SL+ L I CP L + G+ 

Sbjct: 1150 NLEVL - PANLQSLCSLSTLYI VRCPRIHAFPPGGVSMSLAHLVIHECPQLCQRCDPPGGD 1208 

Query: 1249 YWPQIAHIPII 1259 

WP IA++P I 

Sbjct: 1209 DWPLIANVPRI 1219 

CPU time: 0.09 user sees. 0.01 sys . sees 0.10 total sees. 

Lambda K H 

0.320 0.137 0.408 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences : 1 
Number of Hits to DB : 10,906 
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Number of ^extensions : 7195 

Number of successful extensions: 35 

Number of sequences better than 10. 0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 1 

Number of HSP's successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 1266 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1124 

Effective length of database: 765,046,036 

Effective search space: 859911744464 

Effective search space used: 859911744464 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2 : 129 (49 . 7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 83 (36 . 6 bits) 



Bias* Result 




PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM 



Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 

Matrix BLOSUM62 g|| gap open:j 1 1 | gap exten sion: 1 
x_dropoff: 50 expect: 1 0.OOOi wordsize: 3 



Sequence 1 lci|seq_l Length 1266 (1 1266) 
Sequence 2 lcl|seq_2 Length 1441 (1 .. 1441) 
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Filter 0 1 Align | ^Uv'^i X(cU*&*L 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 478 bits (1231), Expect = e-133 

Identities = 319/896 (35%) , Positives = 479/896 (52%) , Gaps = 47/896 (5%) 



Query : 

Sbjct : 

Query: 
Sbjct : 
Query: 
Sbjct : 
Query : 
Sbjct: 
Query : 
Sbjct: 
Query: 
Sbjct: 
Query : 
Sbjct: 
Query: 

Sbjct: 

Query : 



61 

59 



MEIGLAVGGAFLSSALNVLFDRLAPNGDLLNMFRXXXXXXXXXXXXXMTLRGIQIVLSDA 6 0 
M L +GG FS+LD+AN++R LR I +L A 

MSTALVIGGWFAQSFIQTLLDK- ASNCAIQQLARRRGLHDDLRRLRTSLLR- IHAILDKA 5 8 

ENK- QASNPSVRDWLNELRDAVDSAENLI EEVNYEALRLKVEGQHQNFSETSNQQVS 116 

E + N S + + + +L+DA AE+L+EE+ Y+A + KVE + S+ + +S 

ETRWNHKNTSLVELVRQLKDAAYDAEDLLEELEYQAAKQKVEHRGDQISDLFSFSLSTAS 118 



117 DDFFLNIKDKLEDTIETLKDLQEQIGLLGLKE YFDSTKLETRRPSTSVDD 166 

DD + + + D+ + + LL + FD + RR + + S 

119 EWLGADGDDAGTRLRE I QGKLCNI AADMMDVMQLLAPDDGGRQFDWKW - - RRETSS FLT 176 

167 ESDIFGRQSEIEDLIDRLLSEGASGKKLTWPIVGMGGQGKTTLAKAVYNDERVKNHFDL 226 

E+ +FGR E E + + + LL G+ +V+P+VG+GG GKTTLA+ VYND RV N+F L 

177 ETWFGRDQEREKWELLLDSGSGNSSFSVLPLVGIGGVGKTTLAQLVYNDNRVGNYFHL 2 36 

227 KAWYCVSEGFDALRITKELLQEIGKFDSKDVHNNLNQLQVKLKESLKGKKFLIVLDDVWN 2 86 

K W CVS+ F + R+TKE+++ K + D NL+ LQ LKE + + + FL+ VLDDVW+ 
237 K^n^VCVSDNFNVKRLTKEI IESATKVEQSD-KLNLDTLQQILKEKIASERFLLVLDDVWS 295 

2 8 7 ENYNEWNDLRNI FAQGDIGSKI IVTTRKDSVALMMGN- EQIRMGNLSTEASWSLFQRHAF 3 4 5 
EN ++W L GSK+IVTTR +A ++G + + I + L +A W LF+ + AF 

2 96 ENRDDWERLCAPLRFAARGSKVI VTTRDTKI AS I IGTMKE I SLDGLQDDAYWELFKKCAF 3 55 

346 ENMDPMGHPELEEVGRQIAAKCKGLPLALKTLAGMLRSKSEVEEWKRILRSEIWELP--H 4 03 
+ + + P H ELE +GR+IA K KG PLA KTL +LR E W+ 1+ SE+W+LP 

3 56 GSVNPQEHLELEVIGRKIAGKLKGSPLAAKTLGSLLRLDVSQEHWRTIMESEVWQLPQAE 415 

4 04 NDILPALMLSYNDLPAHLKRCFSFCAIFPKDYPFRKEQVIHLWIANGLVPVK-DEINQDL 4 62 

N+ILP L LSY LP HL++CF+FCA+F KDY F K + + I WIA G + + + + +D+ 
416 NEILPVLWLSYQHLPGHLRQCFAFCAVFHKDYLFYKHELIQTWIAEGFIAHQGNKRMEDV 4 75 

4 63 GNQYFLELRSRSLFEKVPNPSKRNIEELFLMHDLVNDLAQLASSKLCIRLEESQGSHMLE 522 
G+ YF EL +RS F+ + ++MHDL++DLAQ S C R+ + + + 
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Sbjct: 476 X3SSYFHELVNRSFFQ ESRWRGRYVMHDLIHDLAQFISVGECHRIDDDKSKETPS 529 

Query: 523 QCRHLSYSIGFNGEFKKLTPLYKLEQLRTLLPIRIEFRLHNLSK RVLHNILPTLRS 578 

RHLS + + E KL +LRTL+ + ++K + H+ + L+ 

Sbjct: 530 TTRHLSVAL TEQMKLVDFSGYNKLRTLMINNQRNQYPYMTKVNSCLLPHSLFKRLKR 586 

Query: 579 LRALS FSQYKI KELPNDLFTKLKLLRFLD IS- RTW ITKLPDS I CGL YNLETLLLSSCADL 637 

+ L + + KELP D+ L LR+LDIS I +LP+S+C LYNL+ L L C L 

Sbjct: 587 IHVLVLQKCGMKELP-DIIGDLIQLRYLDISYNACIQRLPESLCDLYNLQALRLWGC-QL 644 

Query: 638 EELPLQMEKLINLRHLDVSNTRRLKMPLHLSRLKSLQVLVGPKFFVD-GWRMEDLGEAQN 696 

P M KLINLR L V + K+ + +L SLQ L K + G + + +L 

Sbjct: 645 RS FPQGMS KL INLRQLRVEDE 1 1 S KI - YEVGKLI SLQELS AFKVLNNHGNKLAELSGLTQ 703 

Query: 697 LHGSLSWKLENWDRREAVKAKMREKNHVEQLSLEWSE SSIADNSQTESDILDELC 753 

L +L + LENV + EA KAK+ K ++E L LEW+ SS+ ++L L 

Sbjct: 704 LRSTLRITNLENVGSKEEASKAKLHRKQYLEALELEWAAGQVSSLEHELLVSEEVLLGLQ 763 

Query: 754 PHKNIKKVEISGYRGTNFPNWVADPLFLKLVNLSLRNCKDCYSLPALGQLPCLKFLSVKG 813 

PH +K + I GY G P+W+ + L L L NC L +GQLP LK L +K 

Sbjct: 764 PHHFLKSLTIRGYSGATVPSWLDVKMLPNLGTLKLENCTRLEGLSYIGQLPHLKVLHMKR 82 3 

Query: 814 MHGIRWTEEFYGRLSSKKPFNSLEKLEFEDMTEWKQWHALGIGEFPTLENLSIKN 869 

M ++ ++ E G SK F LE+L EDM K++ + + P L+ + +KN 

Sbjct: 824 MPWKQMSHELCGCTKS KL- FPRLEELVLEDMPTLKEFP- -NLAQLPCLKIIHMKN 876 

Score = 79.3 bits (194), Expect = le-12 

Identities = 124/517 (23%), Positives = 191/517 (35%) , Gaps = 142/517 (27%) 



Query : 7 8 0 FLKLVNLSLRNCKDCYSLPALGQLPCLKFLSVKGMHGIRWTEEFYGRLSSKKPFNSLEK 8 3 9 

F +L L ++ L +L +LPCLK +KG+ + + + + ++ F LE 

Sbjct : 997 FPRLEELEIKGMLTFEELHSLEKLPCLKVFRIKGLPAVKKIGHGLFDSTCQRECFPRLED 1056 

Query : 840 LEFEDMTEWKQWHALGIGE - FPTLENLSIKNCPELSLEIPIQFS 882 

L DM W++W E F L L 1+ CP+L +PI S 

Sbjct: 1057 LVLSDMPAWEEWSWAEREELFSCLCRLKIEQCPKLKCLLPIPHSLIKLELWQVGLTGLPG 1116 

Query: 883 SLKRLEVSDCPWFDDAQLFRSQLEAMKQIEEIDICDCNSVTSFPF 928 

SLL+CP + ++ S + I I I +C + P 

Sbjct: 1117 LCKGIGGGSSTRTASLSLLHI IKCPNLRNLGEGLLS - -NHLPHINAIRIWECAELLWLPV 1174 

Query: 929 SILP - -TTLKRIQISRCPKLKLEAPVGE MFVEYLRVNDCGCVDDISP EFLP 977 

TTL+ + I CPKL E + + L + DCG + P L 

Sbjct: 1175 KRFREFTTLENLSIRNCPKLMSMTQCEENDLLLPPLIKALELGDCGNLGKSLPGCLHNLS 1234 

Query: 978 TARQLS I ENCQ NVTRFLIPTATE- - TLRI SNCENVEKLS VACGGAAQMTSLN I WGXX 1032 

+ QL + I NC + + R + + E T+RI NC+ + 
Sbjct: 1235 SLTQLAISNCPYMVSLPREVMLHLKELGTVRIENCDGL 1272 

Query: 1033 XXXXXXXXXXXXXXXXXXDCPEIEG - ELPFNLEILRIIYCKKLV- -NGRKEWHLQRLTEL 1089 

I EG ++ + L + L II C + L+ G ++ + L EL 
Sbjct: 1273 GS IEGLQVLKSLKRLAI IGCPRLLLNEGDEQGEVLSLLEL 1312 

Query: 1090 WIDHDGSDEDIEHWELPCSIQRLTIKNLKTLSSQH-LKSLTSLQYLCIEGYLXXXXXXXX 1148 

+D ++ IKN TL H L+ + S Q + + 
Sbjct: 1313 SVDK TALLKLSLIKN- -TLPFIHSLRI IWSPQKVMFD LEE 1350 

Query: 1149 XXXXXHLTSLQTLQIWNFLNXXXXXXXXXXXXXXXXXIDDCPNLQSL- FESALPSSLSQL 1207 

LT+L+ L+ + C NLQSL E SL L 

Sbjct: 1351 QELVHSLTALRRLEFFR CKNLQSLPTELHTLPSLHAL 1387 

Query: 1208 FIQDCPNLQSLPFKGMPSSLSKLS I FNC - PLLTPLLE 1243 

+ DCP +QSLP KG+P+ L+ L +C P+LT LE 
Sbjct: 1388 WSDCPQIQSLPEKGLPTLLTDLGFDHCHPVLTAQLE 1424 

CPU time: 0.20 user sees. 0.01 sys . sees 0.21 total sees. 
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Lambda K H 

0.320 0-137 0.408 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BL0SUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences : 1 

Number of Hits to DB : 13,460 

Number of extensions: 8847 

Number of successful extensions: 46 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 5 

Number of HSP's successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 

Length of query: 1266 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1124 

Effective length of database: 765,046,036 

Effective search space: 859911744464 

Effective search space used: 859911744464 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2 : 129 (49 . 7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2: 83 (36.6 bits) 



n. i a. n. try _ _ _ / i. i _ _:oa 



A IC\ 1 /OA AC 



Blast Resist 




Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 



Matrix BLOSUM62 gg|| gap open:| 1 1 | gap extension: 1 

x_dropoff: 50 expect: 10.0001 wordsize: 3 ] Filter 0 I Align | fu/o/A*^ 
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Sequence 1 lcl|seq_l Length 1266 (1 .. 1266) 
Sequence 2 lcl|seq_2 Length 1232 (1 .. 1232) 

2 



2)3 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

157/1271 (12%) 



Score = 469 bits (1206) , Expect = e-130 

Identities = 389/1271 (30%), Positives = 597/1271 (46%), Gaps 



Query : 


49 


Sbjct : 


46 


Query : 


109 


Sbjct : 


99 


Query : 


163 


Sbjct : 


156 


Query : 


223 


Sbjct : 


214 


Query : 


283 


Sbjct : 


273 


Query : 


342 


Sbjct : 


333 


Query : 


401 


Sbjct : 


393 


Query : 


458 


Sbjct : 


453 


Query : 


518 



TLRGIQIVLSDAENKQASNPSVRDWLNELRDAVDSAENLIEEVNYEALRLKVEGQHQNFS 10 8 
TL +L +A+ + + + + S + WL EL++ A+++++E A+RLKV + 
TLLRTHSLLEEAKARRMTDKSLVLWLMELKEWAYDADDILDEYEAAAIRLKV T 98 

ETSNQQVSDDFFLNIK- -DKLEDTIETLKDL QEQIGLLGLKEYFDSTKLETRRPST 162 

++ + + + D +N+ K+ D + L + + +G L + DSTK R +T 
RSTFKRLIDHVIINVPLAHKVADIRKRLNGVTLERELNLGALEGSQPLDSTK RGVTT 155 

S VDDESD I FGRQS E I EDL I DRLLSEGASGKKLT WP I VGMGGQGKTTLAKAVYNDER VKN 22 2 
S + ES I GR + E+LI RLL E + G + WPIVG+GG GKTTL++ ++ND+RV+ 
SLLTESCIVGRAQDKENLI -RLLLEPSDGA-VPWPIVGLGGAGKTTLSQLIFNDKRVEE 213 

HFDLKAWYCVSEGFDALRITKELLQEIGKFDSKDVHNNLNQLQVKLKESLKGKKFLIVLD 2 82 

HF L+ W CVS+ FD RIT+E+ + D+ NLN LQV LKE ++G FL+VLD 

HF PLRMWVC VSDD FDVKR I TRE I TE YATNGRFMDL - TNLNMLQVNL KEE I RGTTFLL VLD 2 7 2 

DVWNENYNEWNDLRNIFAQGDIGSKI IVTTRKDSVALMMGN-EQIRMGNLSTEASWSLFQ 341 
DVWNE+ +W L G GS +IVTT+ VA + G E + L+ + SWSL + 

DVWNEDPVKWESLLAPLDAGGRGS WI VTTQSKKVADVTGTMEPYVLEELTEDDSWSLIE 3 3 2 

RHAFENMDPMG - HPELEEVGRQI AAKCKGLPLALKTLAGMLRS KSE VEEWKRI LRSE I WE 4 00 

H+F +P +EE+GR+IA K GLP + LRSK W+ +L +E WE 

SHSFREASCSSTNPRMEEIGRKIAKKISGLPYGATAMGRYLRSKHGESSWREVLETETWE 3 92 

LPH- -NDILPALMLSYNDLPAHLKRCFSFCAIFPKDYPFRKEQVIHLWIANGLVP-VKDE 457 
+ P +D+L AL SY++LP LK CF+FCA+F K Y FRK+ +IH+WIA L+ + + 
MPPAASDVLSALRRSYDNLPPQLKLCFAFCALFTKGYRFRKDTLIHMWIAQNLIQSTESK 4 52 

INQDLGNQYFLELRSRSLFEKVPNPSKRNIEELFLMHDLVNDLAQLASSKLCIRLEESQG 517 

++D+ + F +L R F R ++M+D V+DLA+ S R +E 

RSEDMAEECFDDLVCRFFF RYSWGNYVMNDSVHDLARWVSLDEYFRADEDSP 504 



SHMLEQCRHLS YS IGFNGEFKKLTPLYK - 
H+ + RHLS+ +++T + + 



- LEQLRTLLPI -RIEFRLHNLS 565 
L LRTLL + + EFR ++L 



— . /' — i- ..i — :i- n_ i — *.rv.\^% / li a.'n :on 



a tr\i tr\r\r\r 
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SI jet : 505 LHISKPIRHLSWCS ER ITNVLEDNNTGGD AVNPLS S LRTLLFLGQS E FRS YHLL 558 

Query: 566 KRVLHNI LPTLRSLRALS FSQ YKI KELPNDLFTKLKLLRFLD I SRTW ITKLPDS I CGLYN 625 

r + L +R L FS 1+ LP+ + LK LR+L +S T I +LP+S+ L 

Sbjct : 559 DRMFR MLSRIRVLDFSNCVIRNLPSSV-GNLKHLRYLGLSNTRIQRLPESVTRLCL 613 

Query: 626 LETLLLSSCADLEELPLQMEKLINLRHLDVSNTRRLKMPLHLSRLKSLQVLVGPKFFVD- 684 

L+TLLL C +L LP M +L+ LR L +N + + RL LQ L + VD 

Sbjct : 614 LQTLLLEGC-ELCRLPRSMSRLVKLRQLK-ANPDVIADIAKVGRLIELQELKA--YNVDK 669 

Query: 685 - -GWRMEDLGEAQNLHGSLSWKLENWDRREAVKAKMREKNHVEQLSLEWSESSIADNS 742 

G + +L LHG LS + L+NV RE+ KA++ EK + + L L W++ A 

Sbjct: 670 KKGHGIAELSAMNQLHGDLSIRNLQNVEKTRESRKARLDEKQKLKLLDLRWADGRGAGEC 729 

Query: 743 QTESDILDELCPHKNIKKVEISGYRGTNFPNWVADPLFLKLVNLSLRNCKDCYSLPALGQ 802 

+ +L L PH N+ + + + I Y GT+ P+W+ D + + LR+C LP LGQ 

Sbjct: 730 DRDRKVLKGLRPHPNLRELSIKYYGGTSSPSWMTDQYLPNMETIRLRSCARLTELPCLGQ 789 

Query: 803 LPCLKFLSVKGMHGIRWTEEFYGRLSSKKPFNSLEKLEFEDMTEWKQWH- -ALGIGEFP 860 

L L+ L + GM +R + +FYG F LE L M ++W FP 

Sbjct : 790 LHILRHLHIDGMSQVRQINLQFYG-TGEVSGFPLLELLNIRRMPSLEEWSEPRRNCCYFP 848 

Query: 861 TLENLSIKNCPELSLEIPIQFSSLKRLEVSDCPWFDDAQLFRSQLEAMKQIEEIDICDC 920 

L L I++CP L +P +L+ L +S +V + + + + +C 

Sbjct: 849 RLHKLLIEDCPRLR-NLPSLPPTLEELRISRTGLVDLPGFHGNGDVTTNVSLSSLHVSEC 907 

Query: 921 NSVTSFPFSILPTTLKRIQISRCPKLKLEAPVGEMFVEYLRVNDCGCVDDISPEFLPTA- 979 

+ S +L L ++ + DC ++ + E TA 

Sbjct: 908 RELRSLSEGLLQHNLVALKTA AFTDCDSLEFLPAEGFRTAI 948 

Query: 980 - -RQLSIENCQNVTRFLIPTATETLRISNC ENVEKLSVACGGAAQMTSLNIWGXXX 1033 

L + NC FL+P++ E L++ C N + LS ++ L+I 
Sb j ct : 94 9 SLESLIMTNCPLPCSFLLPSSLEHLKLQPCLYPNNNEDSLSTCFENLTSLSFLDI 1003 

Query: 1034 XXXXXXXXXXXXXXXXXDCPEIEGELPFNLEILRIIYCKKLVNGRKEWHLQRLTELWIDH 1093 

DCP + P L L + LVN QRL + 
Sbjct : 1004 KDCPNLSSFPPGPLCQLSALQHLSLVN CQRLQSI 1037 

Query: 1094 DGSDEDIEHWELPCSIQRLTIKNLKTLSSQHL KSLTSLQYLC I EG 1138 

+ + S + + LTI+N L+ H S T L + +G 

Sbjct: 1038 GFQALTSLESLTIQNCPRLTMSHSLVEVNNSSDTGLAFNITRWMRRRTGDDG 1089 

Query: 1139 YL XXXXXXXXXXXXXHLTSLQTLQI WN FLNXXXXXXXXXXXXXXXXXIDDCP 1190 

+ HLT LQ L+I I DCP 

Sbjct: 1090 LMLRHRAQNDSFFGGLLQHLTFLQFLKICQCPQLVTFTGEEEEKWRNLTSLQILHIVDCP 1149 

Query: 1191 NLQSLFESALPS - - SLSQLFIQDCPNLQSLPFKGMPSSLSKLSIFNCPLLTPLLEFDKGE 1248 

NL+ L + L S SLS L+I CP + + P G+ SL+ L I CP L + G+ 

Sbjct: 1150 NLEVL- PANLQSLCSLSTLYIVRCPRIHAFPPGGVSMSLAHLVIHECPQLCQRCDPPGGD 1208 

Query: 1249 YWPQIAHIPII 1259 

WP IA++P I 
Sbjct: 1209 DWPLIANVPRI 1219 

CPU time: 0.08 user sees. 0.02 sys . sees 0.10 total sees. 

Lambda K H 

0.320 0.137 0.408 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences : 1 
Number of Hits to DB : 10,906 



A 
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Number of extensions: 7195 

Number of successful extensions: 3 5 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 1 

Number of HSP's successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 1266 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1124 

Effective length of database: 765,046,036 

Effective search space: 859911744464 

Effective search space used: 859911744464 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2: 129 (49.7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 83 (36.6 bits) 



I 



Blast'Result 
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PubMed 



Blast 2 Sequences results 

OMIM Taxonomy 



Entrez 



BLAST 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 



Matrix BLOSUM62 §l}| gap open:| 1 1 | gap extension: 1 



x_dropoff: 50 expect: 10.0001 wordsize: 3 | Filter B l-AHgn 



far fa 



Sequence 1 lcl|seq_l Length 1220(1 .. 1220) 
Sequence 2 lcl|seq_2 Length 1441 (1 .. 1441) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 401 bits (1031), Expect = e-109 

Identities = 300/911 (32%), Positives = 463/911 (49%), Gaps = 69/911 (7%) 



Query: 
Sbjct : 
Query : 

Sbjct : 

Query: 
Sbjct : 
Query : 

Sbjct : 

Query : 
Sbjct : 
Query : 
Sbjct : 
Query : 
Sbjct: 
Query : 
Sbjct : 
Query : 



1 MEIGLAIGGAFLSSALNVLFDRLAPNGDLLNMFRKHTDDVELFEKLGDILLSLQIVLSDA 6 0 
M L IGG F S + L D+ A N + + R+ + L +L LL + +L A 

1 MSTALVIGGWFAQSFIQTLLDK- ASNCAIQQLARRRGLHDDL-RRLRTSLLRIHAILDKA 5 8 

61 ENK-KASNQFVSQWLHKLQTAVDAAENLIEQVNYEALRLKVETSNQQVSDL NLCLSD 116 

E + N + + + + L+ A AE+L+E++ Y+A + KVE Q+SDL +L + 

5 9 ETRWNHKNTSLVELVRQLKDAAYDAEDLLEELEYQAAKQKVEHRGDQISDLFSFSLSTAS 118 

117 off LNIKKKL EDTIKKLEVLEKQIGRLGLKEHFISTKQETRTPST 161 

++ 1+ KL D + +++L G G + + ++ET + 
119 EWLGADGDDAGTRLREIQGKLCNIAADMMDVMQLLAPDDG- -GRQFDWKWRRET S 172 

162 SLVT)DSGIFGRKNEIENLVGRLLSMDTKRKNLAVVPIVGMGGMGKTTLAKAVYNDERVQK 221 

S + + + +FGR E E +V LL + + +V+P+VG+GG+GKTTLA+ VYND RV 
173 SFLTETWFGRDQEREKWELLLDSGSGNSSFSVLPLVGIGGVGKTTLAQLVYNDNRVGN 232 

222 HFGLTAWFCVSEAYDAFRITKGLLQEIGSTDLKADDNLNQLQVKLKADDNLNQLQVKLKE 2 81 

+F L W CVS+ ++ R+TK +++ +T ++ D LN L+ LQ LKE 

233 YFHLKVWVCVSDNFNVKRLTKEI IES - - ATKVEQSDKLN LDTLQQILKE 279 

282 KLNGKR FLWLDD VWNDNYPEWDDLRNLFLQGD IGS KI I VTTRKES VALMMDS - G AI YMG 340 
K+ +RFL+VLDDVW++N +W+ L GSK+IVTTR +A ++ + I + 

2 80 KI AS ERFLLVLDDVWS ENRDDWERLCAPLR FAARGS KVI VTTRDTKI AS 1 1 GTMKE I S LD 3 39 

341 ILSSEDSWALFKRHSLEHKDPKEHPEFEEVGKQIADXXXXXXXXXXXXXXXXRSKSEVDE 4 00 

L + W LFK+ + +P+EH E E +G++IA R + 

340 GLQDDAYWELFKKCAFGSVNPQEHLELEVIGRKIAGKLKGSPLAAKTLGSLLRLDVSQEH 3 99 

401 WRNILRSEIWELPSCSNGILPALMLSYNDLPAHLKQCFAYCAI YPKDYQFRKEQVIHLWI 4 60 

WR 1+ SE+W+LP N ILP L LSY LP HL+QCFA+CA++ KDY F K ++I WI 
400 WRTIMESEVWQLPQAENEILPVLWLSYQHLPGHLRQCFAFCAVFHKDYLFYKHELIQTWI 4 59 

461 ANGLV-HQFHS GNQYFIELRSRSLFEMASEPSERDVEEFLMHDLVNDLAQIASSN 514 

A G + HQ + G+ YF EL +RS F+ R ++MHDL++DLAQ S 



a ir\ 1 /annr 



Blast Result ' Page 2 of 3 

Sbjct: 460 AEGFIAHQGNKRMEDVGSSYFHELVNRSFFQ ESRWRGRYVMHDLIHDLAQFISVG 514 

Query: 515 HCIRLEDNKGSHMLEQCRHMSYSIGQDGEFEKLKSLFKSEQLRTLLPID- -IQFHYSKKL 572 

C R++D+K RH+S ++ E KL +LRTL+ + Q+ Y K+ 

Sbjct: 515 ECHRIDDDKSKETPSTTRHLSVAL TEQMKLVDFSGYNKLRTLMINNQRNQYPYMTKV 571 

Query: 573 SKRVL-HNILPTLRSLRALSLSHYQIEVLPNDLFIKLKLLRFLDLS -ETSITKLPDSIFV 63 0 

+ + l H++ L+ + L L ++ LP D+ L» LR+LD+S I +LP+S+ 

Sbjct: 572 NSCLLPHSLFKRLKRIHVLVLQKCGMKELP-DIIGDLIQLRYLDISYNACIQRLPESLCD 630 

Query: 631 LYNXXXXXXXXXXXXXXXXXQMEKLINLRHLDISNTRRLKMPLHLSRLKSLQVLVGAKFL 690 

LYN M KLINLR L + + K+ + +L SLQ L K L 

Sbjct: 631 L YNLQALRL WGCQLR S F PQG - MS KL INLRQLRVEDE 1 1 S KI - YEVGKL I S LQELS AFKVL 688 

Query: 691 VG-GWRMEYLGEAHNLYGSLSILELE^^WDRREAVKAKMREKNHVEQLSLEWSE- - -SIS 746 

G ++ L L +L I LENV + EA KAK+ K + +E L LEW+ S 

Sbjct: 689 NNHGNKLAELSGLTQLRSTLR I TNLENVGS KEEAS KAKLHRKQYLE ALELEWAAGQVSS L 748 

Query: 747 ADNSQTERDILDELRPHKNIKAVEITGYRGTNFPNWVADPLFVKLVHLYLRNCKDCYSLP 806 

+ +L L+PH +K++ I GY G P+W+ + L L L NC L 
Sbjct: 749 EHELLVSEEVLLGLQPHHFLKSLTIRGYSGATVPSWLDVKMLPNLGTLKLENCTRLEGLS 808 

Query: 807 ALGQLPCLEFLSIRGMHGIRWTEEFYGRLSSKKPFNSLVKLRFEDMPEWKQWHTLGIGE 866 

+GQLP L+ L ++ M + + ++ E G SK F L +L EDMP K++ L + 
Sbjct: 809 YIGQLPHLKVLHMKRMPWKQMSHELCGCTKSKL-FPRLEELVLEDMPTLKEFPNL--AQ 865 

Query: 867 FPTLEKLSIKN 877 

P L+ + +KN 
Sbjct: 866 LPCLKI IHMKN 876 

Score = 71.6 bits (174), Expect « 2e-10 

Identities = 110/463 (23%), Positives = 172/463 (36%) , Gaps = 88/463 (19%) 



Query: 788 F VKLVHL YLRNC KDC Y SL P ALGQL P CLE FL S I RGMHG I R WTE E F YGRL S S KKP FNS LVK 847 

F +L L ++ L +L +LPCL+ I+G+ ++ + + ++ F L 

Sbjct: 997 FPRLEELEIKGMLTFEELHSLEKLPCLKVFRIKGLPAVKKIGHGLFDSTCQRECFPRLED 1056 

Query: 848 LRFEDMPEWKQWHTLGIGE - FPTLEKLSIKNCPELSLEIPIQFSSLKRLDICDCKSVTSF 906 

L DMP W++W E F L +L 1+ CP+L +PI 
Sbjct: 1057 LVLSDMPAWEEWSWAEREELFSCLCRLKIEQCPKLKCLLPI 1097 

Query: 907 PFSILPTTLKRIKISGCPKLKLEAPVGE MFVEYLSVIDC GCVDDISPEFLPT 958 

P S + + L ++ ++G PL G + L +1 C - + + LP 

Sbjct: 1098 PHSL I KLELWQVGLTGLPGLCKG I GGGS STRTAS LSLLHI I KC PNLRNLGEGLLSNHLPH 1157 

Query: 959 ARQLS I ENCHN VTR FL I PTATE S LH I RNCE KL - SMA - CGGAAQ LTS LN I WGXXXX 1011 

+ I C V RF T E+L IRNC KL SM C L I 

Sbjct: 1158 INAIRIWECAELLWLPVKRFREFTTLENLSIRNCPKLMSMTQCEENDLLLPPLIKALELG 1217 

Query: 1012 XXXXXXXXXXXXXXXTYCPEIEGELP FNLQILDIRYCKKLVNGRKE- -WHLQRL 1063 

C + LP +L L I C +V+ +E HL+ L 

Sbjct: 1218 D CGNLGKSLPGCLHNLSSLTQLAISNCPYMVSLPREVMLHLKEL 1261 

Query: 1064 TELWIKHDGSDEHI EHWELPSS IQRLFI FNL KTLSSQHL 1102 

+ I + + IE ++ S ++RL I + LS L 

Sbjct: 1262 GTVRIENCDGLGSIEGLQVLKSLKRLAIIGCPRLLLNEGDEQGEVLSLLELSVDKTALLK 1321 

Query: 1103 KSLTSLQFLRIVGNXXXXXXXXXXXXXXH-LTSLQTLQIWNFLNXXXX-XXXXXX 1155 

+L + LRI+ + H LT+L+ L+ + N 

Sbjct: 1322 LSLIKNTLPFIHSLRI IWSPQKVMFDLEEQELVHSLTALRRLEFFRCKNLQSLPTELHTL 1381 

Query: 1156 XXXXXXIISNCPNLQSLPLKGMPSSLSTLSISKC-PLLTPLLE 1197 

++S+CP +QSLP KG+P+ L+ L C P+LT LE 

Sbjct: 1382 PSLHALWSDCPQIQSLPEKGLPTLLTDLGFDHCHPVLTAQLE 1424 



CPU time : 



0.16 user sees. 



0.00 sys . sees 



0.16 total sees. 



Blast kesult * 
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Lambda 
0.320 



K 



0 . 137 



H 



0.406 



Gapped 
Lambda 
0.267 



K 

0 . 0410 



H 



0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences : 1 

Number of Hits to DB : 12,261 

Number of extensions: 8166 

Number of successful extensions: 28 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP ■ s gapped: 3 

Number of HSP 1 s successfully gapped: 2 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 12 20 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1078 

Effective length of database: 765,046,036 

Effective search space: 824719626808 

Effective search space used: 824719626808 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2 : 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 83 (36 . 6 bits) 



/|/ai /onnc 



Blast Result 

Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 
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Matrix BLOSUM62 ggjgap open:|n | gap extension: 1 
x_dropoff: . 50 expect: 10.0001 wordsize: 3 ~] Filter B 1 Ali 9 n 



Sequence 1 lcl|seq_l Length 1220 (1 .. 1220) 
Sequence 2 lcl|seq_2 Length 1232(1 .. 1232) 

2 




NOTE: The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 399 bits (1024) , Expect = e-109 

Identities = 352/1233 (28%), Positives = 552/1233 (44%) , Gaps = 129/1233 (10%) 



Query : 
Sbjct : 
Query : 
Sbjct : 
Query : 
Sbj ct : 
Query : 
Sbjct : 
Query : 
Sbjct: 
Query : 
Sbjct: 
Query : 
Sbjct : 
Query : 
Sbjct : 
Query : 



5 0 LLSLQIVLSDAENKKASNQFVSQWLHKLQTAVDAAENLIEQVNYEALRLKVETSNQQVSD 10 9 

LL + L +A+ ++ + + + + WL +L+ A++++++ A+RLKV S + 

4 7 LLRTHSLLEEAKARRMTDKSLVLWLMELKEWAYDADDILDEYEAAAIRLKVTRSTFKR- - 104 

110 LNLCLSDDFFLNIK- -KKLEDTIKKLE- -VLEKQIGRLGLKEHFISTKQETRTPSTSLVD 165 

L D +N+ K+ D K+L LE+++ LG E R +TSL+ 

105 LIDHVI INVPLAHKVADIRKRLNGVTLERELN - LGALEGSQPLDSTKRGVTTSLLT 15 9 

166 DSGIFGRKNEIENLVGRLLSMDTKRKNLAVVPIVGMGGMGKTTLAKAVYNDERVQKHFGL 225 

+ S I GR + ENL+ LL + + WPIVG+GG GKTTL++ ++ND+RV++HF L 

160 ESCIVGRAQDKENLIRLLL- -EPSDGAVPWPIVGLGGAGKTTLSQLI-FNDKRVEEHFPL 217 

2 26 TAWFCVSEAYDAFRITKGLLQEIGSTDLKADDNLNQLQVKLKADDNLNQLQVKLKEKLNG 2 85 

W CVS+ +D RIT+ + T+ + L NLN LQV LKE++ G 

218 RMWVCVSDDFDVKRITREI TEYATNGRFMDLT NLNMLQVNLKEEIRG 2 64 

2 86 KRFLWLDDVWNDNYPEWDDLRNLFLQGDIGSKIIVTTRKESVALMMDSGAIY-MGILSS 3 44 
FL+ VLDDVWN+ + +W+ L G GS +IVTT+ + VA + + Y + L+ 

2 65 TTFLLVLDDVWNEDPVKWESLLAPLDAGGRGSWIVTTQSKKVADVTGTMEPYVLEELTE 3 24 

3 4 5 EDSWALFKRHSL- EHKDPKEHPEFEEVGKQIADXXXXXXXXXXXXXXXXRSKSEVDEWRN 4 03 

+ DSW+L + HS E +P EE+G+ + IA RSK WR 

3 25 DDSWSLIESHSFREASCSSTNPRMEEIGRKIAKKISGLPYGATAMGRYLRSKHGESSWRE 3 84 

4 04 ILRSEIWELPSCSNGILPALMLSYNDLPAHLKQCFAYCAIYPKDYQFRKEQVIHLWIANG 4 63 

+L +E WE+P ++ +L AL SY++LP LK CFA+CA++ K Y+FRK+ +IH+WIA 

3 85 VLETETWEMPPAASDVLSALRRSYDNLPPQLKLCFAFCALFTKGYRFRKDTLIHMWIAQN 444 

4 64 LVHQFHS GNQYFIELRSRSLFEMASEPSERDVEEFLMHDLVNDLAQIASSNHCI 517 

L+ S + F +L R F + ++M+D V+DLA+ S + 

44 5 LIQSTESKRSEDMAEECFDDLVCRFFFRYSWG NYVMNDSVHDLARWVSLDEYF 4 97 



518 



RLEDNKGSHMLEQCRHMSYSIGQDGEFEKLKSLFKSEQ- 



R +++ H+ + RH+S+ 



E++ ++ + 



-LRTLLPIDIQF 566 
LRTLL + 



a ir\ t r\r\ c 



Blast Result 

Sbjct: 498 
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RADEDS PLH I S KP I RHLS WCS ERITNVLEDNNTGGDAVNPLSSLRTLLFLG 54 8 



Query: 


567 


Sbjct: 


549 


Query: 


627 


Sbjct : 


607 


Query : 


679 


Sbjct : 


663 


Query : 


739 


Sbj ct : 


718 


Query: 


799 


Sbjct : 


778 


Query : 


859 


Sbjct : 


837 


Query : 


913 


Sbjct : 


897 


Query : 


965 


Sbj Ct : 


956 


Query : 


1015 


Sbjct : 


1016 


Query : 


1063 


Sbjct : 


1076 


Query : 


1122 


Sbjct : 


1127 


Query : 


1181 


Sbj ct : 


1187 


CPU time: 


Lambda 





S+ S +L + L +R L S+ I LP+ + LK LR+L LS T I +LP+ 
- QSEFRSYHLLDRMFRMLSRIRVLDFSNCVIRNLPSSVG -NLKHLRYLGLSNTRIQRLPE 606 

S I FVLYNXXXXXXXXXXXXXXXXXQMEKL INLRHL DI SNTRRLKMPLHLSRL 67 8 

S+ L M +L+ LR L DI+ RL + L L 
SVTRLC-LLQTLLLEGCELCRLPRSMSRLVKLRQLKANPDVIADIAKVGRL IELQEL 662 

KSLQVLVGAKFLVGGWRMEYLGEAHNLYGSLS ILELENVVDRREAVKAKMREKNHVEQLS 7 3 8 
K+ V G + L + L+G LSI L+NV RE+ KA+ + EK + + L 

KAYNVDKKK GHGIAELSAMNQLHGDLSIRNLQNVEKTRESRKARLDEKQKLKLLD 717 



L W+ + A +R +L LRPH N++ + I Y GT+ P+W+ D + + LR+ 

LRWADGRGAGECDRDRKVLKGLRPHPNLRELS I KYYGGTSSPSWMTDQYLPNMETIRLRS 777 

CKDCYSLPALGQLPCLEFLSIRGMHGIRWTEEFYGRLSSKKPFNSLVKLRFEDMPEWKQ 858 
C LP LGQL L L I GM +R + + FYG F L L MP + + 

CARLTELPCLGQLHILRHLHIDGMSQVRQINLQFYG-TGEVSGFPLLELLNIRRMPSLEE 8 36 

WH- -TLGIGEFPTLEKLSIKNCPEL SLEIPIQFSSLKRLDICDCKSVTSFPFSILP 912 

W FP L KL I ++CP L SL ++ + R + D 



TTLKRIKISGCPKLKLEAPVGEMFVEYLSVIDCGCVDDISPEFLP TARQLSI 964 

+L + +S C +L+ G + +++ D S EFLP + L + 

VSLSSLHVSECRELR-SLSEGLLQHNLVALKTAAFTDCDSLEFLPAEGFRTAISLESLIM 955 

ENCHNVTRFLIPTATESLHIRNC EKLSMACGGAAQLTSLNIWGXXXXXXX 1014 

NC FL+P++ E L ++ C + LS L+ L+I 

TNCPLPCSFLLPSSLEHLKLQPCLYPNNNEDSLSTCFENLTSLSFLDIKDCPNLSSFPPG 1015 

- XXXXXXXXXXXXTYCPE I EG ELPFNLQILD I RYCKKL VNGRKEWHLQR 10 62 

C++ + +L+ L 1+ C +L VN + L 



W++ D+ + L Q F L+ LT LQFL+I 

*WMRRRTGDDGL MLRHRAQNDS FF GGLLQHLTFLQFLKI CQCPQLVTF 112 6 



+LTSLQ LI+N +ICP++PG+ 



0.09 user sees. 0.01 sys . sees 0.10 total sees 



K H 
0.320 0.137 0.406 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences : 1 
Number of Hits to DB : 9918 
f Number of extensions: 6581 

Number of successful extensions: 26 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 



Blast Result 
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Number of HSP's gapped: 1 

Number of HSP*s successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 0 

Length of query: 122 0 

Length of database: 765,046,178 

Length adjustment: 142 

Effective length of query: 1078 

Effective length of database: 765,046,036 

Effective search space: 824719626808 

Effective search space used: 824719626808 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2 : 129 (49.7 bits) 

X3 : 129 (49.7 bits) 

SI: 41 (21.8 bits) 

S2 : 83 (36 . 6 bits) 



Blast Result 
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PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004J 

Matrix BLOSUM62 §§|J gap open:) 1 1 | gap extension: 1 



x_dropoff: 50 expect: 10 000' wordsize: 3 [Filter B \j^J Tb^J A*M 



Sequence 1 lcl|seq_l Length 318 (1 .. 318) 

Sequence 2 lcl|seq_2 Length 1441 (1 .. 1441) 

2 '— ™ 



NOTE: The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 34.3 bits (77), Expect = 6.9 

Identities = 31/149 (20%) , Positives = 66/149 (43%) , Gaps = 6/149 (4%) 



Query: 159 

Sbjct: 205 

Query: 218 

Sbjct: 262 

Query: 2 76 

Sbjct: 322 

CPU time : 

Lambda 
0 .319 



SIIGVHGLGGVGXXXXXXXXXXXXXXXXRDYHWIMIEVANSETLNWDMQK-IIANRLA 217 
S++ + G+GGVG +H+ + + V S+ NV +KII+ 

SVLPLVGIGGVGKTTLAQLVY1JDNRVGNY - FHLKVWVCV- - SDNFNVKRLTKEI IESATK 2 61 

LPWNESETERERSTYLRRALRRKKFWLLDDVW- - KKFQLADVGIPTPSSDKGCKLILAS 275 
+ + + L+ + ++F+++LDDVW + + P + +G K+I+ + 

VEQSDKLNLDTLQQILKEKIASERFLLVLDDVWSENRDDWERLCAPLRFAARGSKVIVTT 3 21 

RSNQVCVEMGDKEPMEMPCLGDNESLRLF 3 04 
R + + +G + + + L D+ LF 
RDTKI AS I IGTMKE I SLDGLQDDAYWELF 3 5 0 



0.04 user sees. 



0.00 sys . sees 



K 



H 



0.04 total sees 



0 . 135 



0.400 



Gapped 
Lambda 

0.267 



K H 

0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB : 2615 

Number of extensions: 1870 

Number of successful extensions: 2 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 0 

Number of HSP's gapped: 2 

Number of HSP's successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 1 
Length of query: 318 



.Blast Result 

Length "of database: 7 65,046,178 

Length adjustment: 130 

Effective length of query: 188 

Effective length of database: 765,046,048 

Effective search space: 143828657024 

Effective search space used: 143828657024 

Neighboring words threshold: 9 

Window for multiple hits: 0 

XI: 16 ( 7.4 bits) 

X2: 129 (49.7 bits) 

X3 : 129 (49 . 7 bits) 

SI: 41 (21.8 bits) 

S2 : 76 (33 . 9 bits) 



Blast Result 
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Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.10 [Oct-19-2004] 

Matrix BLOSUM62 Hf) g ap open :| 1 1 j gap extension: 1 

x_dropoff: 50 expect: 10.0001 wordsize: 3 [ Filter 0 | Aljgn [ fj^l 



Sequence 1 lcl|seq_l Length 318 
Sequence 2 lcl|seq_2 Length 1232 
No significant similarity was found 



Pfil tf>Alt>'*f- 
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